. Measurement of the distances between the α-carbon of each residue (A142−E242) in the domain on the top in Figure 1 and the α-carbon of Asp1 in LBP and calculation of percent changes of the distances upon ligand binding. The distances between the two residues were measured using Pymol software, and the crystal structures of an apo-form (PDB ID: 1USG) and a ligand-bound form (PDB ID: 1USK) of LBP from the protein data bank (PDB) were used to measure the distances. The residues (A177, G178, and S232) showing distance change over 25% are shown in boldface.
Residue
Distance from Asp1 in the ligand-free form (Å)
Distance from Asp1 in the ligand-bound form (Å) 
